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Claim Amendments 



(Currently Amended) A method of identifying a nucleic acid in a sample, comprising: 

a) combining the sample with a polynucleotide probe g 

probe hybridizes specifically to the nucleic acid if the nucleic acid encodes human telomerase 
reverse trans criptase fhTrTO or f raoment thereof: 

b) detecting any hybrid formed as a result of a); and 

c) identifying the nucleic acid as encoding at lea s t a portion of human to l omeraso roverse 

wherein the probe hybridizes specifically to a DNA having the sequence of the hTRT 
encodinq region of SEQ. ID NO:224 at S'C to 25*C below T m in aqueous solution at 1 M NaCI: 

wherein T„ is the melting temperature of double-stranded DNA having the sequence of said 
encoding region under the same reaction conditions . 



2. (Currently Amended) A method of detecting a nucleic acid that encodes hTRT or fragment 
thereof in a sample, comprising: 

a) combining the sample with a polynucleotide probe such that the probe hybridizes 
specifically to a nucleic acid comprising at least 1 00 consecutive nucleotides contained In SEQ ID 
NO:224 if present in the sample; and 

b) detecting any hybrid formed as a result of a); 

wherein the polynucleotide probe c ompr ises consists essentially of a sequence identical or 
complementary to aUeast 25 or more consecutive nucleotides conta in od in from the hTRT 
encoding region of SEQ ID NO.224. 



3. (Original) The method of claim 2. wherein the hTRT nucleic acid is human genomic DNA. 



4. (CurrenVy Amended) The method of claim 2, wherein the hTRT nucleic acid is human mRNA 
mRNA or cDNA . 



5. (Currently Amended) The method of claim 2. wherein the hTRT nucleic acid comprises at-Jeaet 
£50 or more nucleotides Of SEQ ID NO:224. 



6. (Currently Amended) The method of claim 2, wherein the hTRT nucleic acid composes at-teaet 
500 or more nucleotides of SEQ ID NO:224. 
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7. (Currently Amended) The method of claim 2, wherein the probe comprises a sequence identical 
or complementary to «WeasU30 or more consecutive nucleotides containod in from the hTRT 
encoding region of SEQ ID NO:224. 

a. (Currently Amended) The method of claim 2, wherein the probe comprises a sequence identical 
or complementary to a*4eaet 50 or more consecutive nucleotides contained In from the hTRT 
encoding reoion of S EQ ID NO:224. 

9. (Currently Amended) The method of claim 2, wherein the probe comprises a sequence identical 
or complementary to at loaot 100 or more consecutive nucleotides containod in from the hTRT 
encoding region of SEQ ID NO:224. 

10. (Original) The method of claim 2, wherein the probe comprises a sequence not contained In 
SEQ. IDNO;62, 

1 1 . (Original) The method of claim 9, wherein the probe comprises a sequence not contained in 
SEQ- ID NO:B2. 

1 2. (Original) The method of claim 2, wherein the sample is a human biological sample. 

13. (Currently Amended) A method of identifying a nucleic acid in a sample, comprising: 

a) combining the sample with a polynucleotide primer containing a sequence idontical of 
comp le montary to at loaot 10 conoooutivo nucl e otid es - contain e d in SEQ ID NQ;32 4 , under 
conditions that the primer amp l ifioo specifically primes amplification of the nucleic acid if the 
nucleic acid encodes human Telomerase reverse transcriptase (hTFTO or fragment thereof; 

b) detecting any amplification product formed as a result of a); and 

c) identifying the nucleic acid as encoding at l oa c t a - port i on of hTRT or fragment thereof if 
the amplification product is detectedj_ 

wherein the primer hybridizes specifically to a DNA having the sequence of the hTRT 
encoding region Of SEQ. ID NQ:224 at 5"C to 25'C below T m in aqueous solution at 1 M 
NaCI; 

wherein T m is the meftino temperature of double-stranded DNA having the seguBnce of said 
encodjng region under the same reaction conditions. 
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14. (Currently Amended) A method of detecting a nucleic acid encoding at toa s t o portion of hTRT or 
fragment thereof in a sample, comprising: 

a) combining the sample with t 
polynucleotide primers so as to prime amplification of nucleic acid encoding * 
hTRT or fragment thereof rf present in the sample; and 

b) detecting any amplified product formed as a result of a); 
wherein the p 

sequence identical or complementary to aUeast 15 or more consecutive nucleotides containo d- in 
from the hTRT encoding region of SEQ ID NO-.224. 

1 5. (Currently Amended) The method of claim 1 4, wherein th e polynucl e otide primer comprioo s each 
of said primers consists essentially of a sequence identical or complementary to at4eaet 30 or 
more consecutive nucleotides conta i ned i n from the hTRT encoding region of S EQ ID NO:224. 

1 6. (Currently Amended) The method of claim 1 4, wherein t h e po l ynuc l eot i de primor compr i ses each 
of said Primers consists essentially of a sequence identical or complementary to at-leaet 50 or 
more consecutive nucleotides e o n tain e d -in from the hTRT encoding region of SEQ ID NO:224. 

17. (Original) The method of claim 14, wherein the sample is a human biological sample. 

1 8. (Original) The method of claim 1 4, wherein the sample comprises human genomic DNA. 

19. (Currently Amended) The method of claim 14, wherein the sample comprises h uman mftNA 



20. CANCELLED. 



21 . (Original) The method of claim 14, wherein the primer , compri ses primers comprise a sequence 
not contained in SEQ. !D NO:62. 



22. CANCELLED 
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(Withdrawn) (Currently Amended) A combination of oligonucleotide primers for PCR 
amplification for use in detecting an hTRT nucleic aoid aeeordina to claim 14 . comp ri sing a first 

I of - SEQ ID NO:aa 4 undo r otr l ngo n t 
>o « d prim of- that hybridizoc to the comple m ent of ca i d nuoloic 
; wherein each Primer consists essentially of a 
sequence identical or complementary to 15 or more consecutive nucleotides from the hTRT 



24. (Withdrawn) The combination of primers of claim 23, wherein either each primer oompriooc 
p consists of 1 5-30 nucleotides. 



25. (Withdrawn) The combination of primers of claim 23, wherein eft&e* each primer eomppses 
between consists of 20-25 nucleotides. 



26. (Withdrawn) The combination of primers of claim 23, wherein 50% or more of the nucleotides of 
ettfcef each primer are guanine and/or cytosine. 

27. (Withdrawn) (Currently Amended) A PCR product that hybridgoc undor ctr i ng e nt condition s to a 
polynuclootide h a v i ng a se quono o oanoict i na o f formed while undertaking the detection method of 
claim 14. comprising 15 or more contiguous nucleotides of the hTRT encoding region of SEQ ID 
NO:224 or its complement. 

28. (Withdrawn) (Currently Amended) A hybridization complex 1 
detection method of clatm 2. comprising: 

a) one strand of a cellular hTRT nucleic acid; and 

b) one strand of a nucleic acid e 
whoroin said fragment of hTRT compriGoo at loao t- 10 c 
essentially of 25 or more consecutive nucleotides of the hTRT encoding region of SEQ ID 
NO:224 or its complement. 

29. (Withdrawn) The hybridization complex of claim 28, wherein the hTRT nucleic acid is an hTRT 
mRNA. 

30. (Withdrawn) The hybridization complex of claim 28, wherein the hTRT nucleic acid is an hTRT 
cDNA. 



31 . (Withdrawn) The hybridization complex of claim 28, wherein the fragment comprises at4ea« 20 
b nucleotides of SEQ ID NO:224 or Its complement. 
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32. (Withdrawn) (Currently Amended) The hybridization complex of claim 28, whsrein the fragment 
comprieoc 10 - 100 conti gu ous 100 or more consecutive nucleotides of SEQ ID NO:224 or its 
complement. 

33. (Withdrawn) The hybridization complex of claim 28, wherein said hybridization complex is a 
DNA:DNA complex. 

34. (Withdrawn) The hybridization complex of claim 28, wherein said hybridization complex is a 
DNA:RNA complex. 

35. (New) The method of claim 1 , wherein a) comprises combining the sample with the probe at 5°C 
to 25°C below T m in aqueous solution at 1 M NaCI. 

36. (New) The method of claim 1 , wherein the hTRT nucleic acid is hTRT mRNA or cDNA. 

37. (New) The method of claim 1, wherein the probe comprises a sequence identical or 
complementary to 100 or more consecutive nucleotides from the hTRT encoding region of SEQ 
ID NO:224. 

38. (New) The method of claim 1, wherein the probe comprises a sequence not contained in SEQ. 
ID NO:62. 

39. (New) The method of claim 1 , wherein the sample has been taken from a patient, and the 
method further comprises determining or assessing a tumor in the patient according to whether a 
nucleic acid encoding hTRT or an hTRT fragment is detected. 

40. (New) The method of claim 2, wherein the sample has been taken from a patient, and the 
method further comprises determining or assessing a tumor in the patient according to whether 
said nucleic acid hybrid is detected. 

41. (New) The method of claim 13, wherein a) comprises combining the sampla with the primer at 
5 a C to 25 e C below T m in aqueous solution at 1 M NaCI. 

42. (New) The method of claim 13, wherein the hTRT nucleic acid is mRNA or cDNA. 
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43. (New) The method of claim 13, wherein the primer comprises a sequence identical or 
complementary to 30 or more consecutive nucleotides from the hTRT encoding region of SEQ ID 
NO:224. 



44. (New) The method of claim 13, wherein the primer comprises a sequence not contained in SEQ. 
ID NO:62. 



45. (New) The method of claim 13, wherein the sample has been taken from a patient, and the 
method comprises determining or assessing a tumor in the patient according to whether a nucleic 
acid encoding hTRT or an hTRT fragment is detected. 



46. (New) The method of claim 14, whBrein the sample has been taken from a patient, and the 
method comprises determining or assessing a tumor in the patient according to whether said 
amplification product is formed. 
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